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System requirements 

A Mac with a 64-bit processor is required. Windows and Linux are unsupported. 
Recommended and tested systems are as follows. 





Recommended 


Tested 


OS 


Mac OS 10.8 or later 


10.9.1, 10.8.4, 10.7.5, 10.6.8* 


CPU 


Intel Core i5 or later 


Intel Core i5, Core 2 Duo 


RAM 


4GB or more 


8, 4, 2° GB 



a, Maybe imcompatible; b, too slow. 



Prior to establishing the initial settings of SraTailor, Xcode (Command line tools) and 
Aspera Connect must be installed; both are freely available. Installation of these 
software packages is described in the SraTailor instruction manual, which is available 
on our web site (http://www.dev.med.kyushu-u.ac.jp/manual/). 

Supported dataset types 

SraTailor can process standard sequence data that are directly mapped onto a specified 
genome assembly. Therefore, SraTailor does not accept SRAs derived from reads 
containing technical sequences (e.g. barcode and index tags) or intra-genomic ligations 
(e.g., chromosome conformation capture experiments). However, technical sequences 
may be removed by setting Bowtie options (-5 or -3). SraTailor automatically discerns 
single or paired reads for a specified GSM number by accessing the corresponding 
metadata web page. Paired reads are mapped by bowtie2 in paired-end mode (-1 and 
-2 inputs) to produce the SAM and BAM files; however, in the resultant BigWig, 
BedGraph, and peak files, the inserts of the paired ends are excluded. Colorspace 
sequences used in the SOLiD platform are unsupported. 
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